donor cells introduced into blastocysts for clonal analysis in the mouse. Some detailed work in mammals deals with the development of the extraembryonic tissues.
Since the pace of research in this field has increased there are already noticeable gaps in the book. Discussions relating to homeotic genes and on the importance of parental origin of genomes and chromosomal determinants in development of the mouse are missing. There is also no mention of the use of transgenes with markers such as f-galactosidase which are now available for studies in a number of species, especially in mammals. The editors describe the meeting as 'noisy and friendly', and I imagine lively discussions on concepts such as compartments, polyclones and parasegments. It is a pity that the discussions were not recorded since this would have given a deeper insight into some of the chapters. I also feel that a concluding chapter by the editors summarizing major ideas, controversies and predictions for the future would have been very useful.
Unfortunately, this worthwhile book comes at a price which is probably too high for individuals as well as for many libraries. However, this work has previously appeared in Philosophical Transactions of the Royal Society. This book will prove to be an invaluable source of reference for years to come and I am very pleased to own a copy in exchange for this review.
M. AZIM SURANI
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This review is late, but for that I make no apology.
Rather I feel a quiet sense of pride that I managed it at all. This could have been-indeed should have been-an interesting and stimulating book. The question "What is a gene?" must be amongst those most frequently asked of undergraduates at exam time and the huge explosion in sequence data available over the last few years provides a rich source of reference. So rich indeed that the author of this volume appears to have succumbed to gluttony and in consequence be suffering from indigestion.
It is the author's claim that this book represents the "first unified analysis of the gene on a broadly comparative basis" and that it is therefore inevitable that "new characteristics and interrelationships among genes as entities in their own right should be disclosed". As a consequence of this, a whole new nomenclature develops, including split genes, mature genes, compound genes, assembled genes, diplomorphic genes and cryptomorphic genes, to mention but a very few. Now clearly new approaches do need to be adopted to rationalize these enormous globbets of new information. However, already molecular geneticists are castigated even by other biologists for their over-fondness for obscure terminology-and these new terms are obscure, even to those of us in the business.
These attempts by the author to deal with an admittedly difficult problem might be met with a great deal more sympathy, were it not for his habit of changing the names of well known genes for what are often less than convincing reasons-the rat sarcoma v-ras gene becomes v-don for example.
To this plethora of new and confusing terminology, the author adds frequent strictures as to the short sightedness of his fellow workers. It was rather a surprise to find that the nature of the transposase encoded by Tn3 had been neglected in the literature-I'm sure the substantial groups working in this area will be similarly surprised. Likewise, apparently, the extent of complexity of the transposition process has not been realised. I can only say that I, for one, certainly never considered it to be a simple process. Finally, I would mention that there must be some limit to the amount of raw sequence data that can be crammed into any one book. This is a volume of approximately 900 pages. Remove the sequence data and it would be about half the size. It really becomes very difficult to read normal text when a sea of A and T's, G's and C's are imprinted on ones retinas. The exponential increase in the amount of sequence data in the literature means that comparative studies are not only possible, but essential. However, I suspect that to try and approach the subject on such a grand, global scale is to attempt the impossible. Not only can one not see the wood for the trees, but one ends up simply standing back in awe at the size of the forest. 
